SUMMARY
An open reading frame, denoted 0RF2, present in the replication and stabilization region of plasmid pRmeGR4a of Rhizobium meliloti GR4, was identified by sequence analysis. This 1068-bp 0RF2 potentially codes for a 356-aminoacid protein that seems to play a role in pRmeGR4a stabilization. Similarities of the ORF2-encoded protein with eukaryotic cytoskeletal proteins and DNA-binding proteins were found.
The presence of large plasmids in rhizobia species is a common trait. Rhizobium meliloti strain GR4 carries two highly stable non-symbiotic plasmids in addition to the pSyms. Until now there is no information on the replication and stabilization mechanisms of rhizobial plasmids although isolation of minimal replicons has been achieved (Neilan et al., 1986; Mozo et al., 1990) . These large plasmids, that usually are considered as cryptic, are stably maintained both in free-living rhizobia and in symbiosis. Several stabilization mechanisms have been identified in different replicons. Some of them, the so-called partition mechanisms, are being extensively studied and involvement of proteins with similarities to cytoskeletal proteins has been proposed (for a review, see Williams and Thomas, 1992 
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VAEITHSAFEPSSNHAKCDPRHGKYMACCLNYRGDWPKDVNAA VATIKT et al., 1989) . Boxed region corresponds to the homeobox domain that is involved in DNA binding (26.8% identity in this segment). In this region identities were also found with the N-terminal domain of NodD proteins, also involved in DNA binding. Furthermore, in this domain is located the HTH motif detected for NodD proteins. Asterisks above aa in the N-terminal domain of the sequence indicate identities with NodD domains that showed homology to vertebrate nuclear receptors (Gyiirpal and Kondorosi, 1991) . Positions 119-130 and 1433147 that have partially conserved the type-l ATP-binding motifs proposed by Walker et al. (1982) (Fig. 1A) . These two findings (domains with homology to DNA-binding proteins and similarities to cytoskeletal proteins) along with the fact of destabilization displayed by ORF2-deleted clones suggest the presence of a yet uncharacterized stabilization mechanism in which ORF2 protein may be involved.
